Distance of the repeat copies to the nearest CDS with respect to overlap with at least one 24-nt sRNA and copy age as approximated by percent identity with cognate consensus sequence (A) or attribution to a consensus sequence from A. thaliana (including all accessions) or not following the annotation using the Brassicaceae library (B). For all samples, error bars are defined as standard error of mean and extend to the maximum distance considered that was fixed at 25 kb for this analysis. *** indicates statistically supported differences (MWU P value < 0.0001). N=8,264  N=986  N=12,527  N=12,660  N=8,336  N=1,033  N=12,886 N=12,839 *** *** *** *** *** ***
Supplementary Figure 12
Distance from repeats to genes Distribution in 500 bp bins of the distance between each repeat and the nearest gene with respect to the identity with cognate consensus using the Col-0 library (>=85% or < 85%) (A) or to their attribution to consensus sequences obtained from A. thaliana ("At_all" refers to the pool of the accessions Col-0, Ler-1, Kro-0, Bur-0, and C24) or to consensus sequences obtained from other Brassicaceae species ("Other"). 
